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After publication of this work [1] , we noted that there was an error in 
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Table 3 Results of QTL analysis using the model M2 for resistance trait following injection or immersion challenges
The table presents chromosome-wide or genome-wide significant QTL detected for STATUS using model M2; Reciprocal interactions could be tested only for QTL detected in the first STATUS analysis (model M1); LRTmax = maximum of likelihood ratio test; Position in the genetic map in centimorgans (cM); CI = confidence interval; Chromosome-wide significant = *P ≤ 0.01; Genome-wide significant = **P ≤ 0.05 or ***P ≤ 0.01; P values for fixed effect and interaction corrected with Benjamini-Hochberg method: Non-significant = NS; *P value ≤ 0.05; ***P value ≤ 0.001 a The reciprocal interaction could not be tested as a new QTL (Omy29.2 Omy3 -QTL) was detected with the reciprocal model 
